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Environmental DNA reveals tropical shark diversity in contrasting levels of anthropogenic impact
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[image: image1.emf]Results from the in silico PCR study performed with the primers used for this study, on all the elasmobranch orders in our reference database. The in silico mismatch statistics, compare the 3’ half of the primers with the full elasmobranch mitochondrial genome sequences available. N: the number of species with mitochondrial genome, per order.
